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Abstract
Background: Oxidative stress is recognized as a major pathogenic factor of cellular damage caused by
hyperglycemia. NOX/NADPH oxidases generate reactive oxygen species and NOX1, NOX2 and NOX4 isoforms are
expressed in kidney and require association with subunit p22phox (encoded by the CYBA gene). Increased
expression of p22phox was described in animal models of diabetic nephropathy. In the opposite direction,
glutathione is one of the main endogenous antioxidants whose plasmatic concentrations were reported to be
reduced in diabetes patients. The aim of the present investigation was to test whether functional single nucleotide
polymorphisms (SNPs) in genes involved in the generation of NADPH-dependent O2
￿- (-675 T ® Ai nCYBA,
unregistered) and in glutathione metabolism (-129 C ® Ti nGCLC [rs17883901] and -65 T ® Ci nGPX3
[rs8177412]) confer susceptibility to renal disease in type 1 diabetes patients.
Methods: 401 patients were sorted into two groups according to the presence (n = 104) or absence (n = 196) of
overt diabetic nephropathy or according to glomerular filtration rate (GFR) estimated by Modification of Diet in
Renal Disease (MDRD) equation: ≥ 60 mL (n = 265) or < 60 mL/min/1.73 m
2 (n = 136) and were genotyped.
Results: No differences were found in the frequency of genotypes between diabetic and non-diabetic subjects.
The frequency of GFR < 60 mL/min was significantly lower in the group of patients carrying CYBA genotypes T/A
+A/A (18.7%) than in the group carrying the T/T genotype (35.3%) (P = 0.0143) and the frequency of GFR < 60
mL/min was significantly higher in the group of patients carrying GCLC genotypes C/T+T/T (47.1%) than in the
group carrying the C/C genotype (31.1%) (p = 0.0082). Logistic regression analysis identified the presence of at
least one A allele of the CYBA SNP as an independent protection factor against decreased GFR (OR = 0.38, CI95%
0.14-0.88, p = 0.0354) and the presence of at least one T allele of the GCLC rs17883901 SNP as an independent risk
factor for decreased GFR (OR = 2.40, CI95% 1.27-4.56, p = 0.0068).
Conclusions: The functional SNPs CYBA -675 T ® A and GCLC rs17883901, probably associated with cellular redox
imbalances, modulate the risk for renal disease in the studied population of type 1 diabetes patients and require
validation in additional cohorts.
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Diabetic nephropathy (DN) represents one of the lead-
ing causes of end-stage renal disease. Unlike diabetic
retinopathy, with up to 80% incidence in diabetes
patients with more than 20 years’ diagnoses [1], DN
affects approximately one third of type 1 diabetes
patients during their lifetime, at times irrespective of the
glycemic control [2]. These findings taken together with
results of familial studies [3], point to the existence of
genetic susceptibility to the renal lesions caused by
chronic hyperglycemia.
Oxidative stress is currently recognized as a major
pathogenic factor of cellular damage caused by hypergly-
cemia, being considered the final common pathway
through which hyperglycemia-related pathways (polyol,
advanced glycation end products, protein kinase C and
hexosamine) can trigger the chronic complications of
diabetes [4]. NOX/NADPH oxidases catalyse NADPH-
dependent reduction of O2 to O2
￿-, generating reactive
oxygen species (ROS). NOX1, NOX2 and NOX4 are iso-
forms expressed in the kidney [5] whose activation
requires association with subunit p22phox, encoded by
the CYBA gene. Increased expression of p22phox was
described in animal models of DN [6].
Acting in the opposite direction, glutathione (GSH) is
one of the main endogenous antioxidants whose plas-
matic concentrations were reported to be reduced in
diabetes patients [7]. GSH synthesis requires the gluta-
mate-cysteine ligase enzyme (g-GCL) in the first and
rate-limiting step for its production. This enzyme is a
heterodimer composed by a heavy catalytic subunit,
encoded by the GCLC gene, as well as a light regulatory
subunit [8]. GSH regulates ROS concentrations via reac-
tions catalyzed by glutathione peroxidases (GPX), such
as the plasmatic GPX (GPX3) [9].
Given the role of oxidative stress in the etiopathogen-
esis of diabetic complications, we examined the associa-
tion between the presence of renal disease in type 1
diabetes patients and functional single nucleotide poly-
morphisms (SNPs) in the promoter region of three
genes related to cellular redox balance: (1) -675 T ® A
in CYBA (unregistered), where the T allele is associated
with higher phagocytic NADPH oxidase activity [10], (2)
-129 C ® Ti nGCLC (rs17883901), where the T allele
determines a lower promoter activity [8] and -65 T ® C
in GPX3 (rs8177412), where the C allele is present in a
haplotype associated with a lower promoter transcrip-
tional activity [9].
Methods
A total of 401 type 1 diabetes patients and 188 non-dia-
betic subjects age and gender matched were included
between October 2004 and February 2011. The study
was carried out in compliance with the Institutional
Ethics Committee and the Declaration of Helsinki, with
informed consent being given to each participant. Inclu-
sion criterion was diabetes duration ≥ 10 years. DN sta-
tus was determined by measurements of urinary
albumin-to-creatinine ratio (ACR) or urinary albumin
excretion rate (UAER). Patients presenting persistent
macroalbuminuria (> 300 mg/g of creatinine or > 200
μg/min) or proteinuria (> 500 mg/24 h) were classified
as having overt DN (n = 104) and patients without overt
DN (n = 196) presented persistent normoalbuminuria.
Patients with microalbuminuria were excluded from this
analysis. Patients were also stratified according to Modi-
fication of Diet in Renal Disease (MDRD)-estimated
GFR: ≥ 60 mL (n = 265) or < 60 mL/min/1.73 m
2 (n =
136). All patients presenting autoimmune diseases and
HIV or HCV infection were excluded from the study, as
well as patients with overt DN or GFR < 60 mL/min/
1.73 m
2 who did not present diabetic retinopathy.
Hypertension was defined as blood pressure > 140/90
mmHg on two occasions or use of antihypertensive
drugs. UAER was measured in 24-h urine samples by
immunoturbidimetry and ACR was measured in spot
urine samples using nephelometry, in at least two sam-
ples collected over the preceding 6 months. HbA1C,
creatinine, triglycerides, HDL and LDL-cholesterol were
measured as described [11].
GCLC -129 C ® T (rs17883901; location 6:53410037)
was determined by PCR-RFLP as previously described [8],
GPX3 -65 T ® C (rs8177412; location 5: 150400087) was
genotyped by sequencing of PCR products (5’
CCTGACTTCCACCTCTCTGC 3’ and 5’ CGCCCTCC
CCGCTGCTCCTC 3’) on an ABI3130DNA sequencer
(Applied Biosystems). CYBA -675 A ® T( u n r e g i s t e r e d ;
location 16:88718096) [10] was genotyped by PCR using
specific primers (sense: 5’-GCGCTGGCTCACCAC-3’ and
antisense: 5’-ACTGGGAAAGCACAGAATGCA-3’)a n d
fluorescent-labelled probes (VIC:5 ’-CCTCCCGAACC-
CAGG-3’ and FAM:5 ’-CCTCCCGTACCCAGG-3’) (Taq-
Man, Applied Biosystems). Genotyping success rates were
100% for the GCLC and GPX3 SNPs and 98% for the
CYBA SNP. We achieved 100% concordance in the analy-
sis of duplicate samples (15% of total) for all SNPs (the
SNP evaluated by RFLP was double genotyped by direct
sequencing).
Statistical analyses were performed using JMP 8.0
(JMP SAS Institute Inc). Pearson’s c
2 test was used to
compare genotype frequencies between non-diabetic and
diabetic groups. Mann-Whitney and Fisher’s c
2 test
were used to compare continuous and categorical vari-
ables, respectively. Magnitude of association was esti-
mated using odds ratios (OR) and adjusted OR was
estimated by logistic regression for possible confounders
(sex, age at diagnosis, diabetes duration, hypertension,
triglyceride and cholesterol levels, and HbA1C). P values
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were carried out with the CaTS power calculator [12]
and the power of the study was > 80% to detect associa-
tions of SNPs (dominant model) with a minor allele fre-
quency ≥ 0.11 and a genotype relative risk ≥ 1.6.
Benjamini-corrected false-discovery rate was employed
to control for multiple hypothesis testing (MHT) [13].
Results
The distribution of genotypes was consistent with
Hardy-Weinberg equilibrium for all SNPs. No differ-
ences were found in the age and sex distribution and in
the frequency of genotypes between diabetic and non-
diabetic subjects (Table 1). The characteristics of the
patients according to GFR status are depicted in Table
2. Patients with GFR < 60 mL/min/1.73 m
2 are older,
present longer diabetes duration, higher frequency of
hypertension and of use of lipid lowering drugs, higher
plasmatic concentrations of triglycerides and lower plas-
matic concentrations of HDL-cholesterol.
No statistically significant differences were found in
frequency of the genotypes T/C+C/C of the SNP GPX3
rs8177412 between patients with and without overt DN
(29.8% and 24%, respectively) and between patients with
GFR < and ≥ 60 mL/min/1.73 m
2 (28.4% and 24%,
respectively) (data not shown).
The characteristics of the patients according to the
genotypes of SNPs CYBA -675 A ® Ta n dGCLC
rs17883901 are depicted in Table 3. The frequency of
overt DN was significantly lower in the group of
patients carrying CYBA genotypes T/A+A/A (20%) than
in the group carrying the T/T genotype (36.2%) (p =
0.0398) but this association lost significance if corrected
for MHT. The frequency of GFR < 60 mL/min/1.73 m
2
was also significantly lower in the group of patients car-
rying genotypes T/A+A/A (18.7%) than in the group
carrying the T/T genotype (35.3%) (p = 0.0143). Regard-
ing GCLC rs17883901, the frequency of GFR < 60 mL/
min/1.73 m
2 was significantly higher in the group of
patients carrying genotypes C/T+T/T (47.1%) than in
the group carrying the C/C genotype (31.1%) (p =
0.0082). Both associations remained significant after cor-
rection for MHT. GCLC C/T+T/T genotypes were also
associated with a significantly lower age at diabetes diag-
nosis (11 years old) in comparison to the C/C genotype
(13 years old) (p = 0.0073) and with a higher frequency
of use of angiotensin converting enzyme inhibitors
(31.4% versus 18.8%, respectively; p = 0.0164).
Logistic regression analysis with GFR < 60 mL/min/
1.73 m
2 as dependent variable identified the presence of
at least one A allele of the CYBA SNP as an indepen-
dent protection factor against decreased GFR (OR =
0.38, CI95% 0.14-0.88, p = 0.0354) and the presence of
at least one T allele of the GCLC rs17883901 SNP as an
independent risk factor for decreased GFR (OR = 2.40,
CI95% 1.27-4.56, p = 0.0068). Longer diabetes duration,
arterial hypertension and higher triglycerides concentra-
tions were also identified as independent risk factors for
a GFR < 60 mL/min/1.73 m
2 (Table 4).
Discussion
In the current study, the presence of at least one A
allele in -675 T ® A SNP and at least one T allele in
rs17883901 located, respectively, at the promoter region
Table 1 Frequency of CYBA - 657 T ® A (unregistered), GCLC - 129 C ® T (rs17883901) and GPX3 -6 5T® C
(rs8177412) polymorphisms in type 1 diabetes patients and non-diabetic control subjects
Non-diabetic control subjects
n = 118
Type 1 diabetes patients
n = 401
Sex (male/female) 44.2%/54.8% 49.5%/50.5%
Age (years)* 36 (29-44.5) 34.7 (27.8-43)
- 675 T ® A CYBA genotypes
T/T 101 (85.6%) 351 (87.5%)
T/A 17 (14.4%) 47 (11.7%)
A/A 0 (0%) 3 (0.8%)
- 129 C ® T GCLC genotypes
C/C 97 (82.2%) 333 (83%)
C/T 21 (17.8%) 64 (16%)
T/T 0 (0%) 4 (1%)
-6 5T® C GPX3 genotypes
T/T 87 (73.7%) 298 (74.3%)
T/C 28 (23.8%) 98 (24.5%)
C/C 3(2.5%) 5 (1.2%)
*median ± interquartile interval.
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decreased GFR in type 1 diabetes patients even after
adjusting for other risk factors.
The participation of NOX-derived ROS in DN has
been previously demonstrated in experimental models of
diabetes [6,14] while the contribution of genes coding
proteins belonging to the NADPH system to genetic
predisposition for DN has been little explored. The asso-
ciation of one CYBA SNP (+242 C ® T [rs4673]) with
overt DN was previously demonstrated in type 1 dia-
b e t e sp a t i e n t s[ 1 5 ] .W ee v a l uated a different functional
SNP,-675 T ® A and the proportion of patients with
GFR < 60 mL/min/1.73 m
2 was significantly lower in
the group of patients carrying genotypes T/A+A/A.
Moreno et al. have previously associated the T allele of
this SNP with essential hypertension and with a higher
phagocytic NADPH-dependent O2
￿- production in Span-
ish subjects and they hypothesized that the presence of
the T allele increases p22phox transcription by interfer-
ing with binding of the transcription factor hypoxia-
inducible factor 1-a (HIF-1a) [10]. Because high glucose
is able to increase expression of HIF-1a in the glomeruli
of animal models of diabetes in conditions of normoxia
[16], it is plausible that patients harboring the T/A+A/A
genotypes do not present an increase in p22phox tran-
scription rate as high as that observed in patients
Table 2 Characteristics of type 1 diabetes patients according to the Glomerular Filtration Rate (GFR) status
GFR ≥ 60 mL/min/1.73 m
2 (n = 265) GFR < 60 mL/min/1.73 m
2
(n = 136)
p value
Sex (male/female) (%) 42/58 50/50 0.1410
Age (years) 33 (25.7-42.8) 38 (30.8-45.6) 0.003
Age at diabetes diagnosis (years) 11.5 (6-18) 13 (9-20.7) 0.1206
Duration of diabetes (years) 20.6 (16.1-25.1) 23 (18-31) 0.0086
Arterial hypertension (%) 36.7 64.5 < 0.0001
Use of lipid-lowering drugs (%) 16.4 25.3 0.0325
Use of ACE inhibitors (%) 21.7 21 0.8591
HbA1C (%) 8.25 (7.4-9.7) 8.4 (7.4-9.8) 0.7027
Cholesterol (mg/dL) 172 (149-199) 179 (151-211) 0.1437
HDL cholesterol (mg/dL) 58 (49-69) 52 (43-64.2) 0.0134
LDL cholesterol (mg/dL) 91 (76-113) 103 (78-129) 0.0634
Triglycerides (mg/dL) 71 (53-107) 98 (72-145) < 0.0001
Data are median ± interquartile interval; ACE: angiotensin converting enzyme; GFR: glomerular filtration rate.
Table 3 Characteristics of type 1 diabetes patients according to the genotypes of CYBA -675 T ® A (unregistered) or
GCLC rs17883901 SNPs
CYBA
TT
(n = 353)
CYBA
TA+AA
(n = 48)
P value GCLC
CC
(n = 331)
GCLC
CT+TT
(n = 70)
p value
Sex (male/female) (%) 45/55 43/57 0.4334 53/47 38/62 0.1259
Age (years) 34.6 (27.7-43) 33 (27.8-43) 0.4778 35 (27.9-44) 34.6 (27.1-42) 0.6965
Age at diabetes diagnosis (years) 12 (7-19) 13 (10-19) 0.3466 13 (7.5-20) 11 (7-15.2) 0.0073
Duration of diabetes (years) 21 (16.4-26) 20.3 (16-27) 0.7917 21 (16.6-26) 21.6 (17-29.4) 0.6799
Arterial hypertension (%) 45.6 44.9 0.5250 46.1 43.4 0.3937
Use of lipid-lowering drugs (%) 19 15.7 0.3583 17.4 25.3 0.1336
Use of ACE inhibitors (%) 21.1 18.3 0.4068 18.8 31.4 0.0164
HbA1C (%) 8.4 (7.4-9.6) 8.25 (7.2-10) 0.6329 8.3 (7.3-9.8) 8.3 (7.3-9.3) 0.9669
Cholesterol (mg/dL) 173 (150-200) 180 (149.5-209) 0.4319 174 (149-201) 174 (157-197) 0.7560
HDL cholesterol (mg/dL) 55 (46-67) 58 (47-69) 0.2954 57 (47-68) 52 (43-64.5) 0.0986
LDL cholesterol (mg/dL) 95 (78-118) 97 (75.2-124.4) 0.7686 94.4 (78-119) 94.2 (78-116) 0.8902
Triglycerides (mg/dL) 82 (58-118) 73 (54-113) 0.4712 80 (57-119.2) 85.5 (58-114.2) 0.3683
Overt DN (%) 36.2 20 0.0398 33.6 40 0.2387
GFR < 60 mL/min (%) 35.3 18.7 0.0143 31.1 47.1 0.0082
Data are median ± interquartile interval; ACE: angiotensin converting enzyme; DN: diabetic nephropathy; GFR: glomerular filtration rate.
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which could result in lower ROS generation in condi-
tions of hyperglycemia.
The T allele of the GCLC rs17883901 SNP was pre-
viously associated to myocardial infarction in the Japa-
nese [8] and Italian [17] populations and to non-
alcoholic steatohepatitis in a Brazilian series [18]. No
previous studies have associated this SNP with any of
the chronic microangiopathic complications of DM, but
a study performed in a Swedish population of type 1
diabetes patients found that the C/T genotype was asso-
ciated with higher anti-GAD autoantibody concentra-
tions compared to the C/C genotype. The authors
suggested that this SNP influences anti-GAD levels and
perhaps diabetes age at onset [19]. The results of the
present study also suggest an effect of this SNP on the
age at diabetes onset since age at diabetes diagnosis
among those harboring the C/T+T/T genotypes was sig-
nificantly lower than among patients with the C/C
genotype.
Mechanisms underlying the increased susceptibility of
type 1 diabetes patients carrying the T allele of the
GCLC rs17883901 SNP toward the presence of
decreased GFR may be the inability to increase concen-
trations of the enzyme g-CGS during oxidative stress,
which would result in lower production of GSH and
thus, increased susceptibility of cells exposed to chronic
hyperglycemia to ROS-induced lesions.
This study widens the spectrum of candidate genes for
DN belonging to oxidant and antioxidant pathways and
corroborates the assumption that therapeutic
approaches to improve antioxidant defenses may be a
strategy to prevent or delay chronic diabetic complica-
tions. However the present findings should be inter-
preted in the context of limitations of cross-sectional
studies and must be validated in larger populations
sorted by different phenotypes of renal impairment to
further evaluated if these genetic variants are more
involved with the decline of GFR than with development
of proteinuria or if the current findings only reflect the
larger number of patients stratified by GFR than by
albuminuria status, given that in this latter analysis,
patients presenting normoalbuminuria had been
excluded. Besides, the ethnic admixture that charac-
terizes the Brazilian population may be a source of
false-positive associations. Ninety percent of the patients
of the present study defined themselves as Caucasoid,
7.3% as African descendants and 2.7% as Asian descen-
dants, but previous genetic studies demonstrated that
color, as determined by physical evaluation, is a poor
predictor of genomic African ancestry in Brazilians [20].
Nevertheless type 1 DM is predominantly a disease of
Caucasians and of populations with a great Caucasian
genetic admixture [21] and the genotypic frequencies of
the GCLC and CYBA SNPs observed in this Brazilian
sample are similar to those reported in the representa-
tive Caucasian samples genotyped in the HapMap CEU
and in the previous study of the CYBA SNP in a Spanish
series [10], respectively.
Conclusions
The functional SNPs -675 T ® Ai nCYBA and
rs17883901 in GCLC, probably associated with cellular
redox imbalances, modulate the risk for renal disease in
the studied population of type 1 diabetes patients.
Furthermore, replication studies for these functional var-
iants will need to be carried out.
Ackowlegment and funding
We thank to Fundação de Auxílio à Pesquisa do Estado de São Paulo
(FAPESP), Conselho Nacional de Desenvolvimento Científico e Tecnológico
(CNPq) and Fundo de Incentivo à Pesquisa e Eventos do Hospital de Clínicas
de Porto Alegre (FIPE-HCPA) for the financial support.
Author details
1Laboratório de Endocrinologia Celular e Molecular (LIM-25), Faculdade de
Medicina da Universidade de São Paulo. Av. Dr. Arnaldo, 455 #4305, 01246-
903, São Paulo-SP, Brazil.
2Hospital do Servidor Público Estadual (HSPE), Rua
Pedro de Toledo, 1800, 04039-901. São Paulo-SP, Brazil.
3Divisão de
Endocrinologia, Hospital das Clínicas, Faculdade de Medicina da
Universidade de São Paulo. R. Dr. Eneas de Carvalho Aguiar, 647, 05403-000,
São Paulo-SP, Brazil.
4Centro de Diabetes, Universidade Federal de São Paulo.
R. Cel. Lisboa, 826, 04020-041, São Paulo-SP, Brazil.
5Divisão de
Endocrinologia, Hospital de Clínicas de Porto Alegre, Universidade Federal
do Rio Grande do Sul, R. Ramiro Barcelos, 2350, 90035-903, Porto Alegre-RS,
Table 4 Logistic regression analyses with glomerular
filtration rate < 60 mL/min/1.73 m
2 as dependent
variable
OR CI 95 p value
Age at diabetes diagnosis 1.52 0.90-2.59 0.1139
Duration of diabetes 2.08 1.22-3.59 0.0075
Female sex 1.35 0.80-2.27 0.2521
Arterial hypertension 1.98 1.18-3.33 0.0098
HbA1C 1.19 0.70-2.03 0.5060
Cholesterol concentrations 1.51 0.89-2.56 0.1256
Triglyceride concentrations 2.30 1.30-4.10 0.043
CYBA (TA+AA) 0.38 0.14-0.88 0.0354
Age at diabetes diagnosis 1.50 0.88-2.56 0.1296
Duration of diabetes 1.98 1.16-3.39 0.0116
Female sex 1.50 0.89-2.52 0.1215
Arterial hypertension 1.98 1.18-3.33 0.0090
HbA1C 1.15 0.68-1.95 0.5792
Cholesterol concentrations 1.39 0.82-2.35 0.2176
Triglyceride concentrations 2.47 1.40-4.38 0.0018
GCLC (CT + TT) 2.40 1.27-4.56 0.0068
OR- Odds ratio; CI- confidence interval.
Vieira et al. BMC Medical Genetics 2011, 12:129
http://www.biomedcentral.com/1471-2350/12/129
Page 5 of 6Brazil.
6Divisão de Endocrinologia, Departamento de Clínica Médica,
Faculdade de Medicina da Universidade Estadual de Campinas (UNICAMP),
Rua Tessália Vieira de Camargo, 126, 13084-971. Campinas-SP, Brazil.
7Laboratório de Gastroenterologia Clínica e Experimental (LIM 07), Faculdade
de Medicina da Universidade de São Paulo, Av. Dr. Arnaldo, 455, # 4384,
01246-903, São Paulo-SP, Brazil.
Authors’ contributions
SMV was responsible for samples collection and for organizing the clinical
database; MBM and TM were responsible for organizing the DNA bank and
performing CYBA genotyping; AMCL performed GCLC genotyping; MAZF
performed GPX3 genotyping; MN participated in the design of the study;
MQ was co-responsible for organizing the clinical database; SAD provided
diabetic patients; MFV provided control subjects and diabetic patients; MJA
provided diabetic patients; LHC provided diabetic patients and revised the
manuscript; MCP and EJP provided diabetic patients, DGN provided input
into the design and analysis for the study and performed the statistical
analysis; MLCG participated in the design of the study, obtained funding
and wrote the paper. All authors read and approved the final manuscript.
Competing interests
The authors declare that they have no competing interests.
Received: 19 April 2011 Accepted: 30 September 2011
Published: 30 September 2011
References
1. Klein R, Klein B, Moss S, Davis M, DeMets D: The Wisconsin epidemiologic
study of diabetic retinopathy. II. Prevalence and risk of diabetic
retinopathy when age at diagnosis is less than 30 years. Arch Ophthalmol
1984, 102:520-526.
2. Gross J, de Azevedo M, Silveiro S, Canani L, Caramori M, Zelmanovitz T:
Diabetic nephropathy: diagnosis, prevention, and treatment. Diabetes
Care 2005, 28:164-176.
3. Seaquist E, Goetz F, Rich S, Barbosa J: Familial clustering of diabetic
kidney disease. Evidence for genetic susceptibility to diabetic
nephropathy. N Engl J Med 1989, 320:1161-1165.
4. Brownlee M: Biochemistry and molecular cell biology of diabetic
complications. Nature 2001, 414:813-820.
5. Gill PS, Wilcox CS: NADPH oxidases in the kidney. Antioxid Redox Signal
2006, 8:1597-1607.
6. Etoh T, Inoguchi T, Kakimoto M, Sonoda N, Kobayashi K, Kuroda J,
Sumimoto H, Nawata H: Increased expression of NAD(P)H oxidase
subunits, NOX4 and p22phox, in the kidney of streptozotocin-induced
diabetic rats and its reversibity by interventive insulin treatment.
Diabetologia 2003, 46:1428-1437.
7. Samiec P, Drews-Botsch C, Flagg E, Kurtz J, Sternberg PJ, Reed R, Jones D:
Glutathione in human plasma: decline in association with aging, age-
related macular degeneration, and diabetes. Free Radic Biol Med 1998,
24:699-704.
8. Koide S, Kugiyama K, Sugiyama S, Nakamura S, Fukushima H, Honda O,
Yoshimura M, Ogawa H: Association of polymorphism in glutamate-
cysteine ligase catalytic subunit gene with coronary vasomotor
dysfunction and myocardial infarction. J Am Coll Cardiol 2003, 41:539-545.
9. Voetsch B, Jin R, Bierl C, Benke K, Kenet G, Simioni P, Ottaviano F,
Damasceno B, Annichino-Bizacchi J, Handy D, Loscalzo J: Promoter
polymorphisms in the plasma glutathione peroxidase (GPx-3) gene: a
novel risk factor for arterial ischemic stroke among young adults and
children. Stroke 2007, 38:41-49.
10. Moreno M, San José G, Fortuño A, Beloqui O, Redón J, Chaves F, Corella D,
Díez J, Zalba G: A novel CYBA variant, the -675A/T polymorphism, is
associated with essential hypertension. J Hypertens 2007, 25:1620-1626.
11. Kramer C, Leitão C, Azevedo M, Valiatti F, Rodrigues T, Canani L, Gross J:
Diabetic retinopathy is associated with early autonomic dysfunction
assessed by exercise-related heart rate changes. Braz J Med Biol Res 2008,
41:1110-1115.
12. Skol AD, Scott LJ, Abecasis GR, Boehnke M: Joint analysis is more efficient
than replication-based analysis for two-stage genome-wide association
studies. Nat Genet 2006, 38:209-213.
13. Benjamini Y, Hochberg Y: Controlling the False Discovery Rate: a Practical
and Powerful. Approach to Multiple Testing. Journal of the Royal Statistical
Society 1995, 57(1):289-300.
14. Satoh M, Fujimoto S, Haruna Y, Arakawa S, Horike H, Komai N, Sasaki T,
Tsujioka K, Makino H, Kashihara N: NAD(P)H oxidase and uncoupled nitric
oxide synthase are major sources of glomerular superoxide in rats with
experimental diabetic nephropathy. Am J Physiol Renal Physiol 2005, 288:
F1144-1152.
15. Hodgkinson AD, Millward BA, Demaine AG: Association of the p22phox
component of NAD(P)H oxidase with susceptibility to diabetic
nephropathy in patients with type 1 diabetes. Diabetes Care 2003,
26:3111-3115.
16. Isoe T, Makino Y, Mizumoto K, Sakagami H, Fujita Y, Honjo J, Takiyama Y,
Itoh H, Haneda M: High glucose activates HIF-1-mediated signal
transduction in glomerular mesangial cells through a carbohydrate
response element binding protein. Kidney Int 2010, 78:48-59.
17. Campolo J, Penco S, Bianchi E, Colombo L, Parolini M, Caruso R, Sedda V,
Patrosso MC, Cighetti G, Marocchi A, Parodi O: Glutamate-cysteine ligase
polymorphism, hypertension, and male sex are associated with
cardiovascular events. Biochemical and genetic characterization of
Italian subpopulation. Am Heart J 2007, 154:1123-1129.
18. Oliveira CP, Stefano JT, Cavaleiro AM, Zanella Fortes MA, Vieira SM,
Rodrigues Lima VM, Santos TE, Santos VN, de Azevedo Salgado AL,
Parise ER, Ferreira Alves VA, Carrilho FJ, Corrêa-Giannella ML: Association of
polymorphisms of glutamate-cystein ligase and microsomal triglyceride
transfer protein genes in non-alcoholic fatty liver disease. J Gastroenterol
Hepatol 2010, 25:357-361.
19. Bekris LM, Shephard C, Janer M, Graham J, McNeney B, Shin J, Zarghami M,
Griffith W, Farin F, Kavanagh TJ, Lernmark A: Glutamate cysteine ligase
catalytic subunit promoter polymorphisms and associations with type 1
diabetes age-at-onset and GAD65 autoantibody levels. Exp Clin
Endocrinol Diabetes 2007, 115:221-228.
20. Parra FC, Amado RC, Lambertucci JR, Rocha J, Antunes CM, Pena SD: Color
and genomic ancestry in Brazilians. Proc Natl Acad Sci USA 2003,
100:177-182.
21. Gamble DR: The epidemiology of insulin dependent diabetes with
particular reference to the relationship of virus infection to its etiology.
Epidemiol Rev 1980, 2:49-70.
Pre-publication history
The pre-publication history for this paper can be accessed here:
http://www.biomedcentral.com/1471-2350/12/129/prepub
doi:10.1186/1471-2350-12-129
Cite this article as: Vieira et al.: Association of genetic variants in the
promoter region of genes encoding p22phox (CYBA) and glutamate
cysteine ligase catalytic subunit (GCLC) and renal disease in patients
with type 1 diabetes mellitus. BMC Medical Genetics 2011 12:129.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Vieira et al. BMC Medical Genetics 2011, 12:129
http://www.biomedcentral.com/1471-2350/12/129
Page 6 of 6